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TFSEARCH Search Result 

** TFSEARCH ver.1.3 ** (c)1995 Yutaka Akiyama (Kyoto Univ.) 

This simple routine searches highly correlated sequence fragments 
versus TFMATRIX transcription factor binding site profile database 
by E.Wingender, R.Knueppel, P.Dietze, H.Karas ( GBF-Braunschweig) . 

<Warning> Scoring scheme is so straightforward in this version. 

score = 100.0 * ('weighted sum' - min) / (max - min) 

The score does not properly reflect statistical significance 




Database : 
Query: 
Taxonomy: 
Threshold: 



TRANS FAC MATRIX TABLE , Rel.3.3 06-01-1998 

untitled (9 bases) 

ALL 

85.0 point 



TFMATRIX entries with High-scoring: 



1 TTAACATAA 



entry 



score 



Total 0 high-scoring sites found. 
** No TFMATRIX entry hit for your sequence 



TRANSFAC database document (Notice to usersl 
TFMATRIX: binding site distribution matrix 



^ P a r alld A pplka 



it--. 



PAP1A system Top Page 
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TFSEARCH Search Result 



** TFSEARCH ver.1.3 



(c)1995 Yutaka Akiyama (Kyoto Univ.) 



This simple routine searches highly correlated sequence fragments 
versus TFMATRIX transcription factor binding site profile database 
by E.Wingender, R.Kmieppel, P.Dietze, H.Karas (GBF-Braunschweig) . 

<Warning> Scoring scheme is so straightforward in this version. 

score = 100.0 * ( f weighted sum 1 - min) / (max - min) 

The score does not properly reflect statistical significance 

Database: TRANS FAC MATRIX TABLE, Rel . 3 . 3 06-01-1998 

Query: untitled (12 bases) 

Taxonomy: ALL 

Threshold: 85.0 point 



TFMATRIX entries with High-scoring 



1 GATTTACCAT AA 



entry 



score 



Total 0 high-scoring sites found. 
** No TFMATRIX entry hit for your sequence 



TRANSFAC database document (Notice to users) 
TFMATRIX: binding site distribution matrix 



i Paralle! Applied 

PAP I A system Top Page 
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TFSEARCH Search Result 

** TFSEARCH ver.1.3 ** (c)1995 Yutaka Akiyama (Kyoto Univ.) 

This simple routine searches highly correlated sequence fragments 
versus TFMATRIX transcription factor binding site profile database 
by E.Wingender, R.Knueppel, P.Dietze, H.Karas (GBF-Braunschweig) . 

<Warning> Scoring scheme is so straightforward in this version. 

score = 100.0'* {' weighted sum 1 - min) / (max - mxn) 

The score does not properly reflect statistical significance 



Database : 
Query : 
Taxonomy : 
Threshold: 



TRANS FAC MATRIX TABLE, Rel . 3 . 3 06-01-1998 

untitled (16 bases) 

ALL 

85.0 point 



TFMATRIX entries with High-scoring: 

1 AATAAAATCA AAAATT 

> 

< 



entry 

M00148 SRY 



score 
90 . 9 

M00100 CdxA 87 . 2 



Total 2 high-scoring sites found. 

Max score: 90.9 point, Min score: 87.2 point 



TRANSFAC database document (Notice to users) 
TFMATRIX: binding site distribution matrix 



PAPIA svste.m Top Page 
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TFSEARCH Search Result 



** TFSEARCH ver.1.3 



(c)1995 Yutaka Akiyama (Kyoto Univ.) 



This simple routine searches highly correlated sequence fragments 
versus TFMATRIX transcription factor binding site profile database 
by E.Wingender, R.Knueppel, P.Dietze, H.Karas (GBF-Braunschwerg) . 

<Warning> Scoring scheme is so straightforward in this version. 

score = 100 0 * ('weighted sum' - min} / (max - mm) 

The score does not properly reflect statistical significance 

Database: TRANS FAC MATRIX TABLE , Rel . 3 . 3 06-01-1998 

Query: untitled (15 bases) 

Taxonomy: ALL 

Threshold: 85.0 point 



TFMATRIX entries with High-scoring 



1 AAAGGGGAAC ACTTT 
> 

> 



entry score 

M00029 HSF 90.9 

M00154 STRE 8 9.6 

M00048 ADR1 89.2 

M00083 MZF1 88.7 



Total 4 high-scoring sites found. 

Max score: 90.9 point, Min score: 88.7 point 



S TRANSFA r database document (No t ice to users) 
TFMATRIX: bindin g site distr ibution matrix 
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OmicsLink™ Clone (T7 Promoter) 




pReceiver-B01a 



T7 Promoter 



rbs 



TTAATACGACTCACTATAGGGAGACCACAACGGTTTCCCTCTAGAAATAATTTTGTTTAACTTTAAGAAGGAGATATACATATG TCG 



His. tag 



Xmn I 



ORF 



Xhol Not! 



TAC TAC CAT CAC CAT CAC CAT CAT CAC GAA GGA G TT CGA A CC ATG- 

NspV 



-TAGCTCGAGTGCGGCCGCA 



pReceiver-B01x 

T7 Promoter rbs 

TT AAT AC GAC TC ACT AT AGGGAGACC ACAAC GGTTT C CC T CT AGAAAT AAT T TTGT T T AACT T TAAGAAGGAGAT AT ACAT ATG TCG 

His.tag Xmn I Kpnl ORF Xho 1 .. NotI 

TAC TAC CAT CAC CAT CAC CAT CAT TCG AAG GAA TTC GGT ACC ATG-^ 

EcoRI 



pReceiver-B01y 

T7 Promoter rbs 

TTAATACGACTCACTATAGGGAGACCACAACGGTTTCCCTCTAGAAATAATTTTGTTTAACTTTAAGAAGGAGATATACATATG TCG 

His.tag ORF 2^1 NotI 

TAC TAC CAT CAC CAT CAC CAT CAT CAC GAA GGA ACC ACC ATG«-^v*^^AGCTCGAGTGCGGCCGCA 



Copyright© 2003 GeneCopoeia, Inc. All Rights Reserved. 



Regulatory elements 



Regulatory elements and transcriptional factors 
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Main 



ABF1 TCRNNNNNNACG 

ACE 2 GCTGGT 

ADR1 TCTCC 

AP-1 TTANTAA 

ATF ACGTCA 

BAS2 TAATRA 

BAS2 TAANTAA 

CPFl TCACGTG 

cure gagcaaa 

csre ycggayrrawgg 

scb cncgaaa 

GC/ FAR CCCGGG 

GC/ FAR GGGCCC 

GAL 4 CGGNNNNNNNNNNNCCG 

GCN4 TGANTN 

GCR1 CWTCC 

HAP1 CGGNNNTANCGG 

HSTF GAANNT CC 

HSTF GAANNNTCC 

HSTF TTCNNGAA 

HSTF TTCNNNGAA 

LEU3 CCGNNNNCGG or GGCNNNNGCC 

MCB WCGCGW 

MCM1 CCNNNWWRGG 
MATalpha2 CRTGTWWWW 

MIG1 CCCCRNNWWWWW 

MSE CRCAAAW 

NBF ATGYGRAWW 

PH04 CACGTK 

PDR3 TCCGYGGA 

PPR1 TTCGGNNNNNNCCGAA 

PUT 3 CGGNNNNNNNNNNCCG 

REB1 YYACCCG 

R0X1 YYNATTGTTY 

RAP1 RMACCCA 

RME1 GAACCTCAA 
repressor_of _CARl 

SWI5 KGCTGR 

STE12 TGAAACA 

TBP TAT AW AW 

T4C TTTTCTYCG 

TEA1 CGGNNNNNNNNNNCCG 

UASPHR CTTCCT 

URSPHR GTSAAAGTAWG 



AGCCGCSA 



Regulatory elements 



UASRAD 

UASINO 

SFF 

ECB 

STRE 

ORC 



WTTTCCCGS 

ATGTGAAWW 

GTMAACAA 

GGAAAAD 

AGGGG 

WTTTATRTTTW 
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CMV 



Page 1 of 1 




CMV promoter sequence 



TAGTAATCAATTACGGGGTCATTAGTTCATAGCCCATATATGGAGTTCCGCGTTACATAACTTACGGTAAAT 
GGCCCGCCTGGCTGACCGCCCAACGACCCCCGCCCATTGACGTCAATAATGACGTATGTTCCCATAGTAACG 
CCAATAGGGACTTTCCATTGACGTCAATGGGTGGAGTATTTACGGTAAACTGCCCACTTGGCAGTACATCAA 
GTGTATCATATGCCAAGTACGCCCCCTATTGACGTCAATGACGGTAAATGGCCCGCCTGGCATTATGCCCAG 
TACATGACCTTATGGGACTTTCCTACTTGGCAGTACATCTACGTATTAGTCATCGCTATTACCATGGTGATG 
CGGTTTTGGCAGTACATCAATGGGCGTGGATAGCGGTTTGACTCACGGGGATTTCCAAGTCTCCACCCCATT 
GACGTCAATGGGAGTTTGTTTTGGCACCAAAATCAACGGGACTTTCCAAAATGTCGTAACAACTCCGCCCCA 
TTGACGCAAATGGGCGGTAGGCGTGTACGGTGGGAGGTCTATATAAGCAGAGCTGGTTTAGTGAACCGTCAG 



